. The affected genes from exon array analysis of BCAS2-depleted MCF7 cells. RNAs were isolated from MCF7 cells transfected with shBCAS2#1 or pSUPER vector (control) for 48hr. RNA quality was proven by capillary electrophoresis (data not shown) before analyzed by exon arrays. % change is defined by the percentage of alternatively regulated genes in each category when depleting BCAS2 compared with control. The Z-score is defined by calculating the difference between observed and expected number of genes and dividing the difference by the standard deviation of observed number of genes. The data were analyzed by AltAnalyze software from two independent experiments (http://www.altanalyze.org/help.html). CDC40, CELF1, CLASRP, CLK1, CLP1, CPSF2, CPSF3, CSTF2T, CSTF3, DDX1, DDX20, DHX9, DNAJC8, EFTUD2, HNRNPA2B1, HNRNPA3, HNRNPAB, HNRNPD, HNRNPH1, HNRNPR,  HNRNPU, METTL3, NCBP1, NCBP2, PAPOLA, POLR2A, PPM1G, PRMT2, PRPF3, PRPF40A, PRPF4B, PRPF8, PTBP2, RBM17, RBM39, RBM5, RBMX, RNMT, SF3A1, SF3A3,  SFSWAP, SMC1A, SNRPA1, SNRPD1, SNRPD3, SPOP, SREK1, SRPK1, SRPK2, SRRM1, SRSF1, SRSF10, SRSF3, SRSF5, SRSF7, SRSF9, SUGP1, SUGP2, TRA2B, XRN2 G1 to S cell cycle control:WP45 
